ABSTRACT Here, we report the complete genome sequences of 14 Spondweni viruses isolated in South Africa and Mozambique between 1958 and 1960. The sequences comprise 13 mosquito isolates and 1 human isolate following a documented laboratory infection. This study expands the publicly available data for this neglected virus from 4 to 18 sequences.
SPOV isolates. The overall pairwise nucleotide distance between SPOV isolates was 0.61% (range, 0% to 2.31%). The nucleotide sequences of isolates AR1084 and AR1086 were identical, as were the sequences of AR1077 and AR1081 ( Table 1 ). The sequence of AR3061 was most closely related to previously sequenced isolates, with a pairwise nucleotide distance ranging from 0.31% to 2.25%. The sequence of the recent Haiti isolate was the most divergent but was still closely related to all other isolates, with a pairwise nucleotide distance between 0.76% and 2.31%. The sequence similarities between AR1168 and H127 suggest that the laboratory infection (4) of the donor of H127 occurred while working with isolate AR1168.
The low level of divergence of the 2016 Haiti isolate from older isolates is surprising, considering the 50-year lapse between isolations, suggesting that the Spondweni virus genome is relatively conserved. Our sequence data expand the publicly available sequences for SPOV to 18. These additional historical isolate sequence data provide a more comprehensive baseline of sequences for future phylogenetic analyses and should enable the development of more accurate diagnostic tools.
Data availability. Final sequences were deposited in GenBank and raw reads in the SRA. The accession numbers are provided in Table 1 .
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